Input file Fbh55053e.seq; Output Fi^e 55053 . trans 
Sequence length 2862 



GTCGACCCACGCGTCCGCGGACGCGTGGGCGGACGCGTGGGCGG 



MSSGAKEGG 9 

ACGCGTCCGGGGGGACCGGTCGGGCCGGGACCAAGGGCACC ATG TCG TCC GGG GCC AAG GAG GGA GGT 27 

GGSPAYHLPHPHPHPPQHAQ 29 

GGG GGC TCT CCC GCC TAC CAC CTC CCT CAC CCC CAC CCC CAC CCA CCC CAG CAC GCC CAA 87 

YVGPYRLEKTLGKGQTGLVK 49 

TAT GTG GGC CCC TAT CGG CTG GAG AAG ACG CTG GGC AAA GGA CAG ACA GGG CTG GTT AAA 147 

LGVHC ITGQKVAIKIVNREK 69 

CTC GGG GTC CAC TGC ATC ACG GGT CAG AAG GTC GCC ATC AAG ATC GTG AAC CGG GAG AAG 207 

LSESVLMKVEREIAILKLIE 89 

CTG TCG GAG TCG GTG CTG ATG AAG GTG GAG CGG GAG ATC GCC ATC CTG AAG CTC ATC GAA 2 67 

HPHVLKLHDVYENKKYLYLV 109 

CAC CCA CAT GTC CTC AAG CTC CAC GAC GTC TAC GAG AAC AAG AAA TAT TTG TAC CTG GTT 327 

\.A LEHVSGGELFDYLVKKGRLT 129 

f«| CTG GAG CAC GTC TCG GGG GGT GAG CTA TTC GAC TAC CTG GTA AAG AAG GGG AGA CTG ACG 3 87 

□ PKEARKFFRQIVSALDFCHS 149 

( J : CCC AAG GAG GCC CGA AAG TTC TTC CGC CAG ATT GTG TCT GCG CTG GAC TTC TGC CAC AGC 447 

YSICHRDLKPENLLLDEKNN 169 

f'H i TAC TCC ATC TGC CAC AGA GAC CTA AAG CCC GAG AAC CTG CTT TTG GAT GAG AAA AAC AAC 507 

! ■% IRIADFGMASLQVGDSLLET 189 

1 5 ATC CGC ATT GCA GAC TTC GGC ATG GCG TCC CTG CAG GTG GGG GAC AGC CTC CTG GAG ACC 567 

; 2 SCG S PHYAC P EV I KGEKYDG 209 

;~ . AGC TGC GGG TCC CCC CAT TAT GCG TGT CCA GAG GTG ATT AAG GGG GAA AAA TAT GAT GGC 627 

j^ RRADMWSCGVILFALLVGAL 229 

! _ : CGC CGG GCA GAC ATG TGG AGC TGT GGA GTC ATC CTC TTC GCC CTG CTC GTG GGG GCT CTG 6 87 

S jj -' P F DDDNLRQL L EKVKRGVFH 249 

i T CCC TTT GAT GAC GAC AAC CTC CGC CAG CTG CTG GAG AAG GTG AAA CGG GGC GTC TTC CAC 747 

MPHFIPPDCQSLLRGMIEVE 269 

ATG CCC CAC TTC ATT CCT CCA GAT TGC CAG AGC CTC CTG AGG GGA ATG ATC GAA GTG GAG 807 

PEKRLSLEQIQKHPWYLGGK 289 

CCC GAA AAA AGG CTC AGT CTG GAG CAA ATT CAG AAA CAT CCT TGG TAC CTA GGC GGG AAA 867 

HEPDPCLEPAPGRRVAMRSL 309 

CAC GAG CCA GAC CCG TGC CTG GAG CCA GCC CCT GGC CGC CGG GTA GCC ATG CGG AGC CTG 927 

PSNGELDPDVLESMASLGCF 329 

CCA TCC AAC GGA GAG CTG GAC CCC GAC GTC CTA GAG AGC ATG GCA TCA CTG GGC TGC TTC 987 

RDRERLHRELRSEE ENQEKM 349 

AGG GAC CGC GAG AGG CTG CAT CGC GAG CTG CGC AGT GAG GAG GAG AAC CAA GAA AAG ATG 1047 

IYYLLLDRKERYPS CEDQDL 369 

ATA TAT TAT CTG CTT TTG GAT CGG AAG GAG CGG TAT CCC AGC TGT GAG GAC CAG GAC CTG 1107 

PPRNDVDPPRKR VDSPMLSR 389 

CCT CCC CGG AAT GAT GTT GAC CCC CCC CGG AAG CGT GTG GAT TCT CCC ATG CTG AGC CGT 1167 

HGKRRPERKSMEVLS ITDAG 409 

CAC GGG AAG CGG CGA CCA GAG CGG AAG TCC ATG GAA GTC CTG AGC ATC ACC GAT GCC GGG 1227 

GGGS PVPTRRALEMAQHSQR 429 

GGT GGT GGC TCC CCT GTA CCC ACC CGA CGG GCC TTG GAG ATG GCC CAG CAC AGC CAG AGA 1287 

SRSVSGASTGLSSSPLSSPR 449 

TCC CGT AGC GTC AGT GGA GCC TCC ACG GGT CTG TCC TCC AGC CCT CTA AGC AGC CCA AGG 1347 



• 



SPVFSFS PEPGAGDEARGGG 469 

AGT CCG GTC TTT TCC TTT TCA CCG GAG CCG GGG GCT GGA GAT GAG GCT CGA GGC GGG GGC 1407 

SPTSKTQTL PSRG PRGGGAG 489 

TCC CCG ACT TCC AAA ACG CAG ACG CTG CCT TCT CGG GGC CCC AGG GGT GGG GGC GCC GGG 1467 

EQPPPPSARSTPLPGPPGSP 509 

GAG CAG CCC CCG CCC CCC AGT GCC CGC TCC AC A CCC CTG CCC GGC CCC CCA GGC TCC CCG 1527 

RSSGGTPLHS PLHTPRAS PT 529 

CGC TCC TCT GGC GGG ACQ CCC TTG CAC TCG CCT CTG CAC ACG CCC CGG GCC AGT CCC ACC 1587 

GTPGTTP PPS PGGGVGGAAW 549 

GGG ACC CCG GGG AC A ACA CCA CCC CCC AGC CCC GGC GGT GGC GTC GGG GGA* GCC GCC TGG 1647 

RSRLNS IRNS FLGSPRFHRR 569 

AGG AGT CGT CTC AAC TCC ATC CGC AAC AGC TTC CTG GGC TCC CCT CGC TTT CAC CGG CGC 1707 

KMQVPTAEEMSS LT PES S PE 589 

AAG ATG CAG GTC CCT ACC GCT GAG GAG ATG TCC AGC TTG ACG CCA GAG TCC TCC CCG GAG 1767 

LAKRSWFGNF IS LDKEEQIF 609 

CTG GCA AAA CGC TCC TGG TTC GGG AAC TTC ATC TCC TTG GAC AAA GAA GAA CAA ATA TTC 1827 

i^LVLKDK P L S S I K AD I VH AFL 629 

CTC GTG CTA AAG GAC AAA CCT CTC AGC AGC ATC AAA GCA GAC ATC GTC CAT GCC TTT CTG 1887 

| '] ' S I PS L S H S V L S Q T S F RA E YK 649 

iZ TCG ATC CCC AGC CTG AGT CAC AGT GTG CTG TCA CAG ACC AGC TTC AGG GCC GAG TAC AAG 1947 

'• at 

I.U'ASGGPSVFQKPVRFQVDXSS 669 

\f\ GCC AGT GGC GGC CCC TCC, GTC TTC CAA AAG CCC GTC CGC TTC CAG GTG GAC ATC AGC TCC 2007 

5p SEGPEPS PRRDGSGGGG IYS 689 

I j TCT GAG GGT CCA GAG CCC TCC CCG CGA CGG GAC GGC AGC GGA GGT GGT GGC ATC TAC TCC 2 067 

' [ V T F T L I SG P S RR FKRVVET I 709 

I A GTC ACC TTC ACT CTC ATC TCG GGT CCC AGC CGT CGG TTC AAG CGA GTG GTG GAG ACC ATC 2127 

I A 

; QAQLLSTHDQ PSVQALADEK 729 

CAG GCA CAG CTC CTG AGC ACT CAT GAC CAG CCC TCC GTG CAG GCC CTG GCA GAC GAG AAG 2187 

;~ N G A Q T R PAGA P P R S L Q P P PG 749 

' AAC GGG GCC CAG ACC CGG CCT GCT GGT GCC CCA CCC CGA AGC CTG CAG CCC CCA CCC GGC 2247 

i- SB 

RPDPELS SS PRRGPPKDKKL 769 

CGC CCA GAC CCA GAG CTG AGC AGC TCT CCC CGC CGA GGC CCC CCC AAG GAC AAG AAG CTC 2307 

LATNGTPLP* 779 

CTG GCC ACC AAC GGG ACC CCT CTG CCC TGA 2337 

CCCCACGGGGCCGGGGAGGGAGGGGACCCCCCTCCACCCCCCTTCCGTX^ 

C AAGGAACATGTCGGGAGGGGGGTGG AC AC AAAAACCGGCC TTGC C C TGC AGGG ATGGGGCTCC AC AGGCCGTGCCC AA 
C TGGGGGTGGTTCTAGGGGAAC AGGGGGCGGGGG AGCTGTTTC TATTTTATT^ 

TGATCAATCTC TC TGCGGGGTGGGGTGGGGGAGGG ACGGG AGKT TGGTTG T 

CTGTCCCTGTGTCGTCCCCAACCCCCTCTTCCCGGGCCCCTCCTCCCCTGGTCCTCCCCCCACG 

TTGCTCTCCGGAAGGAATTCTGGTTTCGCGTGATCCTGCCTGCGTCCG 

AAAAAA 1 AAAAAAAAAAAAAAAAAAGATAATAATAATAAATAGCCTTGATCAGGGAA 
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Protein Family / Domain Matches, HMMer version 2 

Searching for complete domains in PFAM 

tenpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

SS^^^frfil^H 2 '^ 9 ! Wa ^ hin ^on University School of Medicine 
HMMER is freely distributed under the GNU General Public License (GPL) 

/prod/ddm/seqanal/PFAM/pf am5 . 5/Pfam 
/prod/ddm/wspace/orfanal/oa-script . 23506 . seq 



HMM file: 
Sequence file: 



Query: 



55053 



f si 



I. A 



Model 5 f °^?!? UenCe family classification (score includes 



Descr ipt ion 



all domains ) ; 



P kinase Eukaryotic protein kinase domain 
<J3A UBA domain 

Parsed for domains : 

Model Domain seq-f seq-t hmm-f hmm-t 



Score 



323-4 
7 .7 



E-value N 



2 . 6e-93 
4.9 



score E-value 



pkinase 
UBA 



1/1 
1/1 



34 
315 



285 
356 



278 (| 
41 f) 



323.4 
7.7 



2-6e-93 
4.9 



Alignments of top-scoring domains: 

pkinase: domain 1 of l, from 34 to 285: score 323.4. E = 2.6e-93 

* ->yelleklGeGs fGkVykakhk . tgki vAvKi lkkesls lr 

y+1 ++1G+G G V + * ++ h tg++vA+Ki +++e +ls++ ♦ r 
34 YRLEKTLGKGQTG LVKLGVHCiTGQKVAIKIVNREKLSesvlmkvER 80 

EiqilkrlsHpNIvrllgvfedtddhlylvmEymegGdXfdylrmgpls 
Ei+ilk + Hp++4+l+ +v +e +++lylv+E++ gG+Lfdyl+++g+l+ 
81 EIAILKLIEHPHVLKLHDVYE-NKKYLYLVLEHVSGGELFDYLVKKGRLT 129 

ekeakkialQilrGleYLHsngivHRDLKpeNILldengtvKiaDFGLAr 
+kea+k+++Qi+ ++ l + + +H s + i +HRDLKpeN+ Llde-*- + + iaDFG* A 
130 PKEARKFFRQIVSALDFCHSYSICHRDLKPENLLLDEKNNIRIADFGMAS 179 

11. . eklttfvGTpwYmnAPEvileg.rgysskvDvWSlGviLyElltg 
to„ 1 C +G *P* Y PEv ♦+g++++++++D+WS+GviL+ 11 g 

180 LQvgdSLLETSCGSPHYA-CPEV- IKGeKYDGRRADMWSCGVILFALLVG 227 

gplfpgadlpaftggdevdqliifvlklPfsdelpktridpleelfrikk 

lPf+d d+l«-+l++ +k 

ALPFDD DNLRQLLEKVK 244 



55053 



55053 



55053 



55053 



55053 



228 



55053 



r . rlplpsncSeelkdLlkkcLnkDPskRpGsatakeilnhpwf <- - 
r* + p+ -H- + .H. + + L1 + + + + + + P*kR+ ♦ + + i «-hpw 
24 5 RgVFHMPHFIPPDCQSLLRGMIEVEPEKRL- - - SLEQIQKHPWY 



285 



UBAx domain 1 of 1, from 315 to 356: score 7.7, E - 4.9 

* ~>edeekieqLveMGF. -dreewkALratngngverAaewLlsh<- * 

55053 315 LDPDVLESMASLGCfrDRERLHRELRSEEEN-QEKMIYYLLLD 356 

// 

Searching for complete domains in SMART 

Jwmpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

_ S _ ! * distributed ^der the GNU General Public License (GPL). 

/ddm/robi son/ smart /smart /smart .all .hmms 
/prod/ddm/wspace/orfanal/oa-script.23506.seq 



HMM file: 
Sequence file: 



Ouery: 55053 



Fy. 3A 



# 



• Mo^eT t0 LtT^tr Ce familY classifi ~^on (score includes all docnains): 

Description Score E . value N 

serki n _6 " 

tyrkin_6 356.8 2.4e-103 1 

39.2 2.4e-14 1 

Parsed for domains 

Model Domain seq-f seq-t hmm - f hmm -C score E-value 

tyrkin_6 1/1 34 286 1 280 () 39.2 2.4e-14 

. Alignments of top-scoring domains: 

fj* aerkin_6: domain 1 of 1, fr0 m 34 to 285: score 356.8. E = 2.4e-103 

ij . * - >Ye HkfclCkGaFGkVylardkktgrlvAiKvik. . erilr 

j-g qchq^ , Y+1 k+lGkG G V*l*»* tg ++ vAiK* ++ * + * ♦ ♦ + +++r 

\t 34 YRLEKTLGKGQTGLVXLGVTHC I TGQKVAIK I VNrekl sesv 1MKVER 80 

'• aJ : 

f-aj EikiLkk dHPNIVkLydvfed.dklylVmEyceGdlGdLfdllkkrgrr 

5SO<^ 01 fiI, lLk HP++ k L*dv + e+ + + + lylVE + + + C G+Lfd*l+k*gr 

b ° b3 81 EIAILKLiEH P"VLKLHDVYENkKYLYLVLEHVSG--GELFDYLVKKGR- 127 

glrkvlsEea rfyfrQilsaLeYLHsqgIiHRDLKPeNiLLds. .hvKl 
,_ 0 l^ + ear^frQi + saU + + Hs I +HRDLKPeN+LLd+ + + + + + 

| 5b053 128 LTPkEARKFFRQIVSALDFCHSYSICHRDLKPF-NLLLDEknNIRI 172 

! ^ aDFGlArql tt f vGTpeYmAPEyl . . . gYgkpavDiWSlGci ly 

\^ c,c nC ; 7 f^ FG + A * + + + C +G+ P + Y PEv ++ + + + Y* + + -n-D+WS + G+il + 

j A 173 ADFGMASLQvgds 1 1 ETSCGSPHYACPEVIkgeKYDGRRADMWSCGVI LF 222 

If! ElltGkpPFp. .qldlifkkig . . SpeakdLikXl LvkdPek 

c:c n c. 11+0 PF * ++ + 1 + + + +k+ + -«- + + ++ +p + + +L+ + + + + + + Pek 

bb ° b3 223 ALLVGALPFDddNLRQLLEKVKrgvf hmphf i PPDCQSLLRGMTEVEPEK 272 

i ~ ! 

Rita -eaLedeldikaHPf f<- * 
Rl* ♦ HP+ 
55053 273 RLSLeQIQK HPWY 285 




in ; 

15 : 

u ' 



tyrWa - 6 = ^-in 1 of x. frooi 34 e<j 2afi 

55053 3« v^ek;^ ^ 

Ft.skSDVWSFGVlLWPSfe^ ^ 206 

»«» 207 ^^; ti srr^ i « f -~i^ii*aywp 

VDg RRADMWSCGVILF P * * *~l e++k+G 

kP „ ALPFDD BHLROLLBKVKRO-VPH 249 

5 50S3 2S0 MPHP +1+ ♦ ♦Pe^R ♦ ! ' ' Verl< " * 




